T. litopenaei isolated from shrimp in Taiwan (Sheu et al., 2007) . Therefore, to avoid confusion with other bacteria, this note will use the name T. maritimum.
Even though the bacterium reported by Mouriño et al. (2008) could be T. maritimum, one of the major constraints on the detection of this pathogen is the lack of methods to distinguish this microorganism from others that are phenotypically similar and phylogenetically related species, particularly those of the genus Flavobacterium and Cytophaga (Suzuki et al., 2001 ). The morphological, physiological and biochemical characteristics useful in the identification of Tenacibaculum maritimum have been detailed by several authors (see review Avendaño-Herrera et al., 2006a) , and must contain at least a limited number of data (see Table 1 ). However, as Mouriño et al. show in their paper, only thirteen biochemical assays were done to propose T. maritimum as the cause of massive mortality of L. vannamei post-larvae. Some of these tests are not necessary for the identification of this pathogen as growth on TCBS. In addition, as can be seen from Table 1 To date, two PCR primer pairs have been designed for the detection of T. maritimum using the 16S ribosomal RNA gene as target (Toyama et al. 1996; Bader and Shotts 1998) . Comparing the specificity of the 2 PCR protocols demonstrated that the sequences of both primer pairs were species-specific for T. maritimum, and no amplification products were obtained from chromosomal DNA of other non-T. maritimum (Avendaño-Herrera et al. 2004b ). However, despite the potential of the PCR detection, Mouriño et al. did not test any of these primer sets. We think that these molecular tools could shed light on the confirmation of the presumptive biochemical identification of the filamentous bacterium T. maritimum in Brazil, and thus presence cannot be excluded.
